Structure description
Sulfanilates of alkylammonium cations, such as the sulfanilates of methylammonium (Schreuer, 1999) , guanidinium (Russell et al., 1994) , triethylammonium (Li et al., 2007) or tetramethylammonium (Wang et al., 2016) have been reported. As a continuation of our work on alkylammonium salts (Sarr et al., 2012) , in order to study their interactions with metallic halides, we synthesized the title molecular salt from a neutralization reaction between sulfanilic acid, the structure of which has been reported by Low & Glidewell (2002) , and diisopropylamine. Sulfanilic acid, a strong organic acid with pK a = 3.23, donates its sulfonic proton to diisopropylamine to give the title organic salt, C 6 H 16 N + ÁC 6 H 6 NO 3 S À . Its asymmetric unit comprises one diisopropylammonium cation and one sulfanilate anion (Fig. 1) . The protonation of diisopropylamine leads to an irregular tetrahedral arrangement around the ammonium atom N2, as reported in related structures (Sarr et al., 2012; Reiss & Meyer, 2011) . The bond angles around this atom fall within normal ranges: 117.08 (18) for angle C10-N2-C7, while the C-N-H2N/M angles are smaller and vary from 106.0 (13) to 109 (2) . The arrangement around the sulfonate atom S1 is distorted tetrahedral, with the various O-S-C and O-S-O angles ranging between 106.82 (10) for O1-S1-C1 to 112.51 (14) for O2-S1-O1. In
data reports the SO 3 À group the three S--O distances are slightly different, viz S1-O2 = 1.4201 (18) Å , S1-O3 = 1.4325 (19) Å and S1-O1 1.4446 (17) Å , due to their different roles in hydrogen bonding.
In the crystal, the ions are connected through N-HÁ Á ÁO hydrogen bonds (Table 1) . Atoms O1 and O2 of the sulfonate group are involved in rather strong N-HÁ Á ÁO hydrogen bonding. Atom O1 acts as an acceptor of two hydrogen bonds N2-H2MÁ Á ÁO1 and N2-H2NÁ Á ÁO1
i , forming a fourmembered unit with inversion symmetry, enclosing an R 2 4 (8) ring motif (Table 1 and Fig. 2) . These units are self-assembled through further N-HÁ Á ÁO hydrogen bonds involving atom O2 and the amino group of the sulfanilate anion ( Fig. 3 and Table 1 ), forming a three-dimensional network. The hydrogenbonded assembly is consolidated by a weak N1-H1NÁ Á ÁO3
iii hydrogen bond and two C-HÁ Á ÁO hydrogen bonds ( Fig. 3 and Table 1 ), again involving atom O3. Table 1 Hydrogen-bond geometry (Å , ). The crystal packing of the title molecular salt, viewed approximately along the a axis. Hydrogen bonds (see Table 1 ) are shown as dashed lines; for clarity, only H atoms involved in these interactions have been included. (Spek, 2009 ) and publCIF (Westrip, 2010) .
Figure 1
The structures of the molecular entities in the title salt. Displacement ellipsoids are drawn at the 50% probability level. 
Refinement
Crystal data, data collection and structure refinement details are summarized in Table 2 . The N-bound H atoms were located in difference Fourier maps and refined with distance and angle restraints: N-H and HÁ Á ÁH distances involving atom N1 are N-H = 0.86 (2) Å and HÁ Á ÁH = 1.49 (2) Å , and for atom N2 are N-H = 0.90 (2) Å and HÁ Á ÁH = 1.45 (2) Å , with U iso (H) = 1.2U eq (N).
data-1
IUCrData ( Special details Geometry. All s.u.'s (except the s.u. in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell s.u.'s are taken into account individually in the estimation of s.u.'s in distances, angles and torsion angles; correlations between s.u.'s in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell s.u.'s is used for estimating s.u.'s involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2σ (F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
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